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Supplementary Figure 3. (A) Schematic representation of the promoter region of the rat 

Sox9 gene. The geometric drawing shows the binding sites, identified in silico, of the 

different transcription factors studied. The putative consensus sequences identified are 

marked below each transcription factor binding site, together with their relative position 

from the transcriptional start site (+1). (B) Homology (percentage) between the regulatory 

regions (1300 base pairs upstream from the translation start point) of Sox9 in human, mouse 

and rat. 
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